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2-dimensional crystals. Ionic interactions between the
The deduced orientation ( Figure 1E ) and the model lipid headgroup and the protein appear to be responsimap eliminated the ambiguity in identifying the various ble for this orientation, which could establish a "fourth domains from the experimental map alone because of dimension" during MHC/T cell receptor interactions the relative lack of projected density in some of the critical for activation.
linker regions, which, in part, made it difficult to correctly assign the orientation in our earlier [7] netic parameters when compared to their binding to randomly immobilized MHC (Table S2) 
